[A multifactorial statistical analysis of a study of macromolecule interactions. Use of immunocomplexes and human alpha-2 macroglobulins].
Image processing of molecule electron microscopic views allows the observation of structural details which are randomly destroyed in a fraction of the images. The computation of average images reinforces significant details and weakens random variations provided that the image set is homogeneous. Before the computation of the average images the selection of homogeneous image population was carried out by the multiple correspondence analysis method. Two biological systems were used to demonstrate how much this method can help to understand protein-protein interactions: the topological localization of epitopes on a subunit of hemocyanin, and the intramolecular localization of proteases within human alpha 2-macroglobulin.